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Study area and farms
92
The study area was in the south-west of WA (Fig. 1) . In contrast to much of WA, the coastal (Table 1) . 
Coprological methods used for preliminary investigations
104
In 2010 and 2011, faecal samples were collected from young cattle (8-10 months of age) 105 during the course of a series of anthelmintic resistance trials (manuscript in preparation). For 106 each treatment and control group, individual faecal egg counts (FEC) were performed on 4 g 107 of faeces from individual cattle (n = 1425) on participating farms (n = 19) using the modified
108
McMaster technique (Whitlock, 1948) , and the remaining pooled faeces from each farm were 109 subjected to larval culture for seven days at 25 ºC (MAFF, 1986 
PCR amplification, single-strand conformation polymorphism (SSCP) and sequencing
146
The second internal transcribed spacer (ITS-2) of nuclear ribosomal DNA (including 
200
On the basis of morphological measurements (spicules, and vulval morphology), both H. sheep. Ten distinct ITS-2 profiles (designated A-J) were detected by SSCP analysis (Table   213 2). Selected ITS-2 amplicons (n = 1-5) representing each of these SSCP profiles were 2). The topologies of the trees constructed using the two different algorithms were the same 226 with only minor variation in nodal/bootstrap support values (see Fig. 2 ). had been present for some time.
317
It has been suggested that climate change will alter the risk of infectious disease outbreaks, 
